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species while other faint bands represent dimers and trimers
of the monomer. The major fragment, in each species, was
cloned and sequenced. The clones were designated as pPov1
(derived fromP. ovata), pP ln1 (P. lanceolata), pPlg1

(P. lagopus), pPmj1 (P. major





DISCUSSION

rRNA genes

The study shows that FISH mapping of rRNA genes can be
an excellent addition to the armory of tools for determining
phylogenetic relationships in Plantago. In plants, 5S rRNA
genes are arranged in tandem arrays. The number of arrays
generally vary from one to two (Kellogg and Appels, 1995)

with a copy number ranging from several hundred to
several thousand. In the tribe Triticeae, the 5S rRNA



they are present on two different chromosomes in P.
lanceolata. In P. lanceolata and P. rhodosperma, the 5S
and 45S rDNA sites are coupled. This result is surprising
because based on the ITS data (authors’ observations) and
other characteristics (Rahn, 1996) P. lanceolata and
P. lagopus are considered to be closely related phylogen-
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